Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.007 Å; R factor = 0.065; wR factor = 0.126; data-to-parameter ratio = 11.6. metal-organic compounds m326 Xu et al.
In the title compound, [Mn(C 8 H 4 NO 6 ) 2 (C 18 H 11 N 5 ) 2 ], the Mn II atom is six-coordinated by two N,N 0 -bidentate 6-(pyridin-4yl)-5H-cyclopenta[f] [1, 10] phenanthroline (pcp) ligands and two carboxylate O atoms from two monodentate 3-carboxy-5nitrobenzoate anions in a distorted cis-MnO 2 N 4 octahedral arrangement. Within the pcp ligands, the dihedral angles between the polycyclic skeletons and pendant pyridine rings are 6.2 (2) and 8.3 (2) . In the crystal, molecules are linked by O-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds. Several aromatic stacking interactions [shortest centroid-centroid separation = 3.516 (3) Å ] are also observed.
Related literature
For background to ligands based on 1,10-phenanthroline, see: Wang et al. (2010) .
Experimental
Crystal data [Mn(C 8 H 4 NO 6 ) 2 (C 18 
Data collection
Bruker APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.45, T max = 0.69 22806 measured reflections 8037 independent reflections 3602 reflections with I > 2(I) R int = 0.105 Refinement R[F 2 > 2(F 2 )] = 0.065 wR(F 2 ) = 0.126 S = 0.95 8037 reflections 694 parameters H-atom parameters constrained Á max = 0.29 e Å À3 Á min = À0.24 e Å À3 Table 1 Selected geometric parameters (Å , ). Hydrogen-bond geometry (Å , ). (ii) x þ 1 2 ; Ày þ 1; z À 1 2 ; (iii) Àx þ 2; Ày þ 1; Àz þ 1; (iv) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: SMART (Bruker, 1997); cell refinement: SAINT (Bruker, 1999); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: SHELXL97. Fig. 1 . The asymmetric unit in (I) with isplacement ellipsoids drawn at the 30% probability level. 
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) x−1/2, −y+1, z+1/2; (ii) x+1/2, −y+1, z−1/2; (iii) −x+2, −y+1, −z+1; (iv) −x+1, −y+1, −z+1.
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